Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.039; wR factor = 0.097; data-to-parameter ratio = 8.2.
Related literature
For the related structure 1 0 ,2 0 ,3 0 ,4 0 -tetrahydro-1,3-diphenyl-4p-tolylspiro[2-pyrazoline-5,2 0 -naphthalen]-1 0 -one, see: Krishna et al. (1999) . For examples of the synthetic utility applied in the case of the title compound, see: Akama et al. (1996); Fahrni et al. (2003) ; Wei et al. (2007) . For a description of the Cambridge Structural Database, see: Allen (2002 Refinement R[F 2 > 2(F 2 )] = 0.039 wR(F 2 ) = 0.097 S = 1.07 2352 reflections 288 parameters 69 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.17 e Å À3 Á min = À0.18 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg3 are the centroids of the N1,N2,C15-C17, C5-C7,C12-C14 and C7-C12 rings, respectively. et al., 1996) . Others show elevated fluorescence. Therefore they have been widely used as fluorescence probes in some elaborated chemosensors (Fahrni et al., 2003) as well as hole-transport materials in electrophotography and electroluminescence (Wei et al., 2007) . Here we report the structure of the title compound, a new derivative of pyrazoline.
In the pyrazoline ring, all the atoms are coplanar with the maximum deviation of 0.0258 (14) The most interesting feature of the title structure is the distortion of the anthryl from planarity. The side rings of the anthryl fragment, i. e. the benzene rings C1\C2\C3\C4\C5\C14 and C7\C8\C9\C10\C11\C12, contain the angle 9.57 (8)°. In the anthryl fragment, the maximum deviation is 0.126 (3) Å from C4 atom to the mean plane of the ring. It can be related to the repulsion between the methine H15A and the anthryl H4A atoms (Fig. 1) . The non-bonding distance between these two hydrogens equals to 1.95 Å. The attached atom H4A is also situated out of the plane of the ring. (1.520 Å) in the title structure. It can be seen that the loss of planarity of the anthryl fragment is correlated to the lengthening of the bond by which is the anthryl attached to the the rest of the molecule. The present structure is situated at the extreme of the plot in Fig. 2 .
There are present only weak intermolecular interactions in the structure: C-H···N, C-H···π-electron ring interactions (Tab. 1). Moreover, there are also π-electron ring -π-electron ring interactions present in the structure: Between the pyrazoline ring N1\N2\C17\C16\C15 and the benzene C1\C2\C3\C4\C5\C14 ring [symmetry code: -x,1-y,1/2+z] with the centroid-centroid distance equal to 3.7659 (17) Å; between the pyrazoline ring N1\N2\C17\C16\C15 and the benzene C5\C6\C7\C12\C13\C14 ring [symmetry code: x, y, z] with the centroid-centroid distance equal to 3.9477 (15) Å and between the pyrazoline ring N1\N2\C17\C16\C15 and the benzene C5\C6\C7\C12\C13\C14 ring [symmetry code: -x, 1-y, 1/2+z] with the centroid-centroid distance equal to 3.8972 (15) Å.
Experimental 3-(9-anthryl)-1-(4-nitrophenylprop)-2-en-1-one (3 mmol) and 0.6 g of hydrazine hydrate aqueous solution (1:1 w/w) were dissolved in 10 ml of glacial acetic acid. The mixture was stirred for 8 h at 391 K to give an orange solid. The product supplementary materials sup-2 was then isolated and recrystallized from acetonitrile. The average size of light yellow single-crystals of the title structure equalled to 2.0 mm×1.0 mm×1.0 mm.
Refinement
All the H atoms were discernible in the difference electron density map. Nevertheless all the H atoms except the atoms H4A and H15A the coordinates of which have been freely refined were fully constrained. (The atoms H4A and H15A are involved in the repulsion that plausibly results in the deformation of the anthryl fragment -see the comment section.) The values of the used constraints were following: C aryl -H aryl = 0.93, C methyl -H methyl = 0.96, C methylene -H methylene = 0.97, C methine -H methine = 0.98 Å; U iso H aryl/methylene/methine = 1.2U eq C aryl/methylene/methine ; U iso H methyl = 1.5U eq C methyl . As there have been present no significant atomic scatterers in the experiment, 2058 Friedel pairs were merged. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.09343 (7) 0.5404 (2) Hydrogen-bond geometry (Å, °)
Cg1, Cg2 and Cg3 are the centroids of the N1,N2,C15-C17, C5-C7,C12-C14 and C7-C12 rings, respectively. 
